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Streptococcus nutans UAB159 (119 aa) 
^^YRWSDKDFQAIFT^ 

QDFWIARKGVEELDYSTMKKNLVHVLKLAKLYQEGSIREKE 

Nucleotide sequence (plus strand) : „„ m „ 
AGATTTTTGGCTTTTTCTCATTTTATGATATAATAGTGATAATTTAAATATTGGAGTCATGMTTGAAAAAAGCCTA 

TCGCGTTAAAAGTGATAAAGATTTTCAGGCAATTTTTACTGAAGGACGAAGTGTTGCCAATCGGAAATTTGTTGTCT 

ATAGTTTAGAAAAAGATCAAAGTCACTATCGTGTTGGACTTTCAGTTGGAAAAAGATTAGGAAATGCTGTCGTTAGA 

AATGCGATTAAACGAAAATTGCGCCATGTCCTTATGGAACTTGGTCCTTATTTAGGCACTCAAGATTTTGTTGTTAT 

TGCTAGAAAAGGTGTTGAGGAACTTGATTATAGCACGATGAAAAAAAATCTGGTTCATGTTTTAAAACTGGCTAAAC 

TGTATCAGGAAGGATCTATTCGTGAAAAAGAA 

Sequence origin: University of Oklahoma ACGT; Contig 299 
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Klebsiella pneumoniae M6H 78578 (119 aa) 
Amino acid sequence: 
VVKLAFPRELRLLTPSHFTFVFQQP 

HELPPMDFWVAKRGVADLDNRALSEALEKLWRRHCRLARGS 
Nucleotide sequence (plus strand) : 

CGTCGTCGTGCTAAAGGCCGCGCTCGTCTGACCGTTTCCAAGTAATiyVAGCTAACCCTGCGrGGTTAAGCTCGCATT 
TC CCAGGGAG T TACGC T T G T TAACT CCCAG T CAT T T CAC T T TCGTC T TCCAGCAGC CACAAC GGGC T GGCAC GC C GC 
AAATCACCATCCTCGGCCGCCTGAATTCGCTGGGGCATCCCCGCATCGGTCTCACCGTCGCCAAGAAAAACGTGAAA 
CGCGCACATGAACGCAATCGGATTAAACGTCTGACGCGTGAAAGTTTTCGTTTGCGTCAACATGAACTCCCGCCAAT 
GGATTTCGTGGTGGTGGCGAAAAGAGGGGTTGCCGACCTCGATAACCGTGCTCTCTCGGAAGCGTTGGAAAAATTAT 

GGCGCCGCCATTGTCGCCTGGCTCGCGGGTCCTGATCGGCCTGATTCGAGTTTATCAGCGCCTGATTAGTCCGCTAC 
TCGGGCCGCATTGTC 

Sequence origin: Washington University; Contig 632 
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Salmonella paratyphi A ATCC 9150 (110 aa) 
Amino acid sequence: 
VTFVNSRSraiRLPATSTGCTPQITILGRLN^ 
WAKKGVADLDNRALSEALEKLWRRHCRLARGS 
Nucleotide sequence (plus strand) : 

CTGACCGTTTCCAAGTAATAAAGCTAACCCCTGAGTGGTTAAGCTCGCATTTCCCAGGG Agrm CGTTTGTTAACTC 

CCGCTCATTTCACATTCGTCTTCCAGCAACCTCAACGGGCTGCACGCCGCAAATCACCATCCTCGGCCGCCTGAATT 

CGCTGGGGCATCCCCGTATCGGTCTTACCGTCGCCAAGAAAAATGTTCGACGTGCGCATGAACGCAACCGGATTAAA 

CGTCTGACGCGTGAAAGCTTCCGTCTGCGCCAGCATGAACTTCCTGCAATGGATTTCGTGGTGGTGGCGAAAAAAGG 

GGTTGCCGACCTCGATAACCGTGCTCTCTCGGAAGCGTTGGAAAAATTATGGCGCCGCCACTGTCGCCTGGCTCGCG 

GGTCCTG ATAG CCCTTATTCGGGTCTATCAACGCCTGATCAGTCCGCTGCTTGGGCCGCATTGTCGTTTC 

Sequence origin: Washington University; 
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Pseudamonas aeruginosa PAOl (135 aa) 
Amino acid sequence: 

WSRDFDRDKRLLTARQFSAVFDS PTGKVPGKHVLLLARENGLOT I RES FRHN 

QETLAGWDIWIARKGLGELENPELHQQFGKLWKRLLRNRPRTESPADAPGVADGTHA 

Nucleotide sequence (plus strand) : 

TCTGTCGCGTCGTCGCGCCAAAGGCCGTAAGCGTCTGACCGTCTGATTTATCCGGTACGGCTGGTGAGTCGGGACTT 

CGACCGGGACAAGCGTCTACTGACAGCCCGGCAATTCAGCGCAGTCTTCGACTCTCCGACCGGCAAGGTCCCCGGCA 

AGCACGTCCTGCTGCTGGCGCGCGAGAACGGTCTCGATCACCCCCGCCTGGGCCTGGTGATCGGCAAGAAGAACGTC 

AAGCTCGCCGTCCAGCGCAATCGCCTCAAACGCCTGATCCGCGAATCGTTCCGCCATAACCAGGAAACCCTGGCTGG 

CTGGGATATCGTGGTGATCGCGCGCAAAGGCCTGGGCGAACTGGAAAATCCGGAGCTGCACCAGCAGTTCGGCAAGC 

TCTGGAAACGCCTGTTGCGCAATCGACCTCGCACGGAAAGCCCTGCTGACGCCCCTGGCGTGGCCGACGGTACTCAT 

GCATAGGTCGATGCCCGCGCATCCCGATCCCTGTAGTGTCATCCCCCCTTCGATGACCCGGCACCG 

Sequence origin: Pathogenesis & University of Washington; Contig 54 
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Corynebacterivaa diphtherlae (129 aa) 
Amino acid sequence: 

VTLTSSNRTTVLPSQHKLSNSEQFRATIRKGKR^ 

SRQLRHWIAMKDQFPAS SHWVRAI PPAATAS YEELRADVQAALDKLNRKR 
Nucleotide sequence (plus strand) : 

CCGGTCGCGCAATCGTGGCTGCACGTCGTAACAAGGGTCGTAAGAGCCTGACCGCTTAAG£TCACTCTTACAAGCTC 
GAATAGAACGACGGTGCTACCTTCACAGCACAAGCTCAGCAATTCCGAACAGTTCCGCGCAACGATTCGGAAGGGCA 

AGCGTGCTGGGAGGAGCACCGTCGTTCTTCATTT^ 

CCGCGATTCGGCCTCGTTGTGTCCAAGGCTGTTGGAAATGCTGTGACTCGTCACCGTGTTTCGCGGCAGTTAAGGCA 
CGTAGTAATCGCTATGAAAGACCAGTTCCCAGCGTCATCCCATGTTGTTGTGAGGGCGATACCGCCAGCGGCGACAG 
CAAG T TATGAGGAG T T GC GGGC AGATGT GCAGGC AGCAC T C GACAAGC TCAAC C G CAAGC GATAAGGC GG T T AC TC G 
CCCTCGTGGGCTGGTTAGTCGCGCATTGTTTGATGCGGTGCGGTTCTA 
Sequence origin: Sanger centre; Contig 390 
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Chlamydia trachomatis MoPn (119 aa) 
PNLPACQWVS PKGGTLPNFGKLSADLLKH I PEALPLVTSS K 

Nucleotide sequence (P 1 ^ strand) : GGCAGACATTCC TTAATTGATCTCTAAGATCT 
GCTACAAAAAGTGGAAGAAATCTTTTAAATCGTCGTCGCCG^ 

TTCATTTCTGCATCGGTTAACTC^ 

GTGGGC^TATTGTCGTACTGATCAGGCAACTTTAC^ 

GTTACTGTTTCTAAAAAATTTGGGAAAGCCCATCAGC^ 

Sequence origin: TIGR & Manitoba Unxversity, 
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Streptococcus pyogenes Ml (113 aa) 
Amino acid sequence: 

VKREKDFQAI FKDGKSTANRKFVI YHLNRGQDHFRVGI S VGKKI GNAVTRNAVKRKI RHVIMALGHQLKSEDFVVIA 
RKGVES LE YQE LQQNLHHVLKLAQLLEKG FE S EEKH 
Nucleotide sequence (minus strand) : 

G T T ACC T CAC C AC GACCACAGGC C AC TAATAAT AGAAC TAAGGGGAC TAT T C T TGC AAT T TTAATG T T TT T C T T CAC 
T C T CAAAAC C T T T C T CAAGCAATT G TGCTAAC T T TAAAACATGAT G TAAAT TT TGT TGAAGC T C T T GATAC T C CAAA 
GATTCGACACCCTTACGGGCAATCACCACGAAATCCTCTGACTTCAGCTGATGCCCTAATGCCATGATAACATGACG 
TATCTTTCGTTTGACTGCATTTCTGGTGACTGCATTTCCTATTTTTTTACCGACAGAAATACCCACACGGAAGTGGT 
CTTGGCCTCTATTTAAATGATAAATGACA7^ATTTTCGATTTGCTGTACTTTTTCCATCCTTAAATATGGCTTGGAAA 
T C T T TC T CAC GC T T GACA CGAT AGG T C T TC T T CAAAAT T TAAC T C CAATAT C TAAAT TAT T AC CAT T AT ACCACAT C 
Sequence origin: University of Oklahoma ACGT; Contig 7 
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Bordetella pertussis Tohaxna I (123 aa) 
Amino acid sequence: 
MPRATLPAEARLHRPSEFAAALKGRRLARG^ 

FRARRLALPAQDYVVRLHSKLTPASLTALKRSARAEVDAHFTRIAR 
Nucleotide sequence (minus strand) : 

CCACCCAGGGGCTGAGGAAGTACCGGTAAAACCGGATCGGGGCGATAAGCAGTCTCCTGATCATCGCGCTATCCGTG 
TGAAGTGAGCATCTACTTCGGCGCGCGCCGAGCGTTTCAGGGCCGTGAGGCTTGCCGGTGTCAGCTTGCTGTGCAGC 
CGCACCACGTAATCCTGGGCCGGCAGGGCAAGCCGGCGAGCCCGGAACGCTTCGCGGATGACCCGCTTCAAGGTATT 
GCGCGTCAC GGC GCGGGC GGC.AAAAC GC T T GGC GATC AC CAGGC C CA_GGC GC GCGC GC GC C GGCT GG T CAT CAGCAG 
GGGCACAGGGCGAGGCGCTGACAATAAAGAAAGCCCCTCGGGCCAGTCGCCGGCCTTTGAGGGCGGCGGCAAACTCG 
GAGGGGCGATGCAATCGCGCCTCCGCAGGGAGCGTGGCGCGCGG CATC GGTGACGTGACGGAGACTGGCGACGGGGC 
CGGCGGCGATGCTCCTGTTACAGGCAATCC 

Sequence origin: Sanger centre & MDS; Contig 2 67 
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Porphyromonas glnglvalls W83 (137 aa) 
Amino acid sequence: 

Nucleotide sequence (minus strand) : 



;gtgt 
:ttgc 

ACGAi 

:gaati 

Sequence origin: TIGR & Forsyth~Den^ 



:tacgc 

\CAAAC 
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Streptococcus pneumoniae Type 4 (124 aa) 
Amino acid sequence: 

VLKKNFRVKREKDFKAI FKEGTS FANRKFVVYQLENQKNRF^VGLSVSKKLGNAVTRNQIKRRIRHIIQNAKGSLVE 
DVDFVVIARKGVETLG YAEMEKNLLHVLKLSKI YREGNGSEKE TKVD 
Nucleotide sequence (minus strand) : 

TCGC TAG T TACC CCAT TAG TCGCACAGGC T G T CATGAT TAACAGAGACAGT C C TAG CAAAC TAG TGAAC T T TAGT T T 

CTTTTTCACTCCCATTTCCTTCCCGGTAAATCTTTGATAATTTTAATACATGGAGTAGATTTTTCTCCATCTCTGCG 

TATCCCAAGGTTTCGACTCCTTTTCGAGCAATGACAACAAAGTCGACATCTTCTACCAGACTCCCTTTTGCATTCTG 

GATAATATGCCGAATCCGTCGCTTAATTTGATTTCTAGTGACGGCATTCCCCAGTTTTTTGCTAACTGATAGACCTA 

CTCGAAAACGGTTTTTCTGGTTTTCTAATTGGTAGACCACAAATTTGCGATTAGCAAAACTTGTCCCCTCCTTGAAA 

ATCGCC T TAAAATC T TTCTCTCTTTT T AC ACGAAAG TTTTTCTT CAAAACT CAAC TC C AT C TAT TAAAT TAC T AC TA 

TTATACCATATTTTTCAAAAAAGCCAATCATAG 

Sequence origin: TIGR; 
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Clostridium difficile 630 (epidemic type X) (114 aa) 
Amino acid sequence: 
MDFNRTKGLKKDSDFRKVYKHGKS FA2^ 
KPGYDIVFIARVSSKDATFKDIDKSIKNLVKRTDISI 
Nucleotide sequence (minus strand) : 

TC C T T TAAT ATATAAAT TAT T T T AT TCAAAG T CAT TAACC T CCAT AT T TATAGCATACA ATTAA ATAGAAATATC CG 
T T C T T T TAAC TAAAT T T T T TATAGAC T T GTC TATGT C T T TAAAAG TAGCAT C C T TAC TAGATAC CC T TGC TATAAAT 
AC TATAT CATATC CAGGC T TAAT T T T T T C ATGAATAT T TAATC T G TAGGC T TC T T T TAT TAATC T TC T TAC TC TAT T 
CC T AGTAATAGC T T T T C C TAC t T T T T T T GAAACAGAAAT ACC TAC T C TAC TATAAT C T GAT T TAT T T T TAAG TATAT 
ATATTACTAAATATTTGTTTGCAAAAGATTTGCCGTGTTTATATACTTTTCTAAAATCAGAGTCTTTTTTCAACCCT 
T TAGTC C TAT TAAAG T C CAT AG T TAAC C T CC ATAAAC ACAGC TAT GAATCG TAAT TAT T TACACAAAAAGGCC ACC T 
TTG 

Sequence origin: Sanger centre; Contig 975 
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Camphylobacter jejuni NCTC (108 aa) 
Amino acid sequence: 

Nucleotide sequence (minus strand) • 

Sequence origin: Sanger centre s MDS ^-"TGCGACCATTTTTA 
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Vibrio cholerae serotype 01 , Biotype El Tor, Strain N16961 (122 aa) 
Amino acid sequence: 
SRIILSTYAFNRELRLLTPEHYQKVFQQAHS 
RLHQNQLANKDFWI7VKKSAQDLSNEELFNLLGKLWQRLSRPSRG 

Nucleotide sequence (minus strand) : *N0 INITIATOR CODON BEFORE STOP* 

GGCAGCG T GGGCC GATAAGT GGAC TAATAAAC CAC TGGTAAAG T T T T ACAATACCAAT GGC TAACCAC GA6AAGGGC 

GAGAGAGGCGTTGCCATAGTTTGCCAAGCAAGTTAAACAGTTCTTCATTGCTCAAATCTTGCGCGCTCTTTTTGGCG 

ATGACAAC^WVATCTTTGTTAGCCAGTTGATTTTGATGTAAGCGAAAGCTTTCTCTGCAAATACGTTTGAATCGATT 

ACGGCCGACGGCAGTTTTGATCTGCTTTTTAGGAACCGCGAGTCCCAAACGAGGATGAGAAAGGTTATTAGCGCGAG 

CGAT GAT T G T GAGAT GAGGAGAAC CAGCAC TG T GAGC T T GC TGGAAGAC T T T T T GATAATG T T CGGGAG T TAACAAA 

C G TAACTC CC GAT TGAAT GC G T AC G T AC T CAAAATAAT TCGAGATTAT T T T GACAG GC GC T T ACGGCC T T T T G C ACG 

ACGTGCATTCAGAACTTTACGACCGTTCGC 

Sequence origin: TIGR 

s 
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Neisseria gonorrhoea FA 1090 (123 aa) 
Amino acid sequence: 

VILDYRFGRQYRLLKTDDFSSVFAFRNRRSRDLLQVSRSNGNGLDHPRIGLWGKKTAKRANERNYMKRVIRDWFRL 

NKNRLPPQDFVVRVRRKFDRATAKQARAELAQLMFGNPATGCGKQV 

Nucleotide sequence (minus strand) : 

ATGTTCCTTGTATGGGAAACCCGTTGCCGTCTGAACCTTGCCTGCAGGGTACCGTTCTGATCATACCTGTTTCCCGC 
ATCCGGTTGCGGGGTTGCCGAACATGAGTTGTGCCAGTTCCGCCCTTGCCTGTTTTGCGGTAGCCCTGTCGAATTTC 
CGGCGGACGCGCACGACGAAATCCTGAGGCGGCAGCCGGTTTTTGTTCAATCTGAACCAGTCGCGGATGACGCGTTT 
CATATAGTTCCGCTCGTTGGCGCGTTTGGCGGTTTTTTTGCCGACCACCAGACCGATGCGGGGATGGTCCA.GCCCGT 
TGCCGTTTGAGCGCGAAACTTGCAGCAGGTCGCGGCTGCGGCGGTTTCTGAATGCAAAAACGGATGAAAAATCATCC 
GTTTTTAACAAGCGGTACTGCCTTCCGAAGCGGTAGTCCAAAAT2JAGVCTGCCAGGCGTTTGCGGCCTTTGGCACGG 
CGTGCGGCCAATACTGCGCGTCCGCCGCGT 

Sequence origin: University of Oklahoma ACGT; Contig 60 

FIG.2H 

Neisseria meningitidis serogroup A Strain Z2491 (123 aa) 
Amino acid sequence: 

VILDYRFGRQYRLLKTDDFSSVFAFRNRRSRDLLQVSRSNGNGLOT 
NKNRL P PQD FWRVRRK FDRATAKQARAELAQLMFGNPAT GCRKQA 
Nucleotide sequence (minus strand) : 

TGTTCCTTAGTATGGGAAACCCGTTGCCGTCTGAACCTTGCCTGCAGAGTACCGTTCTGATCATGCCTGTTTCCTGC 
ATCCGGTTGCGGGGTTGCCGAACATGAGTTGTGCCAGTTCCGCCCTTGCCTGTTTTGCGGTAGCCCTGTCGAATTTA 
CGGCGGACGCGCACGACGAAATCCTGCGGCGGCAGCCGGTTTTTGTTCAATCTGAACCAGTCGCGGATGACGCGCTT 
CATATAATTTCGTTCGTTGGCGCGTTTGGCGGTTTTTTTGCCGACCACCAGACCGATGCGGGGATGATCCAGCCCGT 
TGCCGTTTGAACGCGAAACTTGCAGCAGGTCGCGGCTGCGGCGGTTTCTGAATGCAAAAACGGATGAAAAATCATCC 
GTTTTCAACAAGCGGTACTGCCTTCCGAAGCGGTAGTCCAAAATTA^CCGCCAGGCGTTTGCGGCCTTTGGCGCGC 

CGTGCGGCCAATACTGCGCGTCCGCCGCGC 

Sequence origin: Sanger centre & Oxford University 
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Bacillus anthracls Ames (119 aa) 

Amino acid sequence: 

MKKKHRIKKNDEFQTVFQKGKSNANRQF 

GKDFVI IARKPCAEMTYEELKKSLIHVFKRSGMKRIKSSVRK 

Nucleotide sequence (minus strand) : 

TAAACCTAATTTCTTTTTCAAAGCCTACTCCTCCTTGTATCGGTATGTATATAGTGTAATTCATTTCCTTACGCTAC 

T TT T TAT T C T TT T CAT ACC AG AGCG T T TAAAGACAT GAAT TAAGC T T T T C T T TAAT T C T T CATATG T CATCT C T GCA 
CAAGGCTTCCTTGCTATTATAACAAAATCTTTTCCAGAATCTATCTCATCTTTTAATTCTGTGATCGACTGGCGAAT 

CAT ACG T T TAAT T C GG T T ACGC AC T ACT GCAT TTCC TAT CTTCTTGCT GAC AGAAAGGC CAATAC GAAAGT T T GGC T 
GCTCTTCTTTATCTAGTTGATAGACAACAAATTGACGATTCGCATTCGATTTTCCTTTTTGAAAAACCGTCTGGAAT 

TCAT CAT T C T TT T T TAT ACG AT GTTTTTTCT T CATAT GAAT T GACAC TCC T GT AG T T CAT CAGCGGAAAT T C AC TAT 

TATTAGAAAAAAAGACCA 

Sequence origin: TIGR; 
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Mycobacterium avium 104 (119 aa) 
Amino acid sequence: 

VLPARNRMTRSTEFDATVKHGTRMAQPDIVVHLRR^ 
GELEPSDRLVIRALPGSRTASSARLAQELQRCLRRMPAGTGP 
Nucleotide sequence (minus strand) : 

GTCCGCGGGCGACGGTTCGGCCGGCGCCGCGAATGGCCGCGCCCGACCGCGCCGGTCCGGTCACGGCCCGGTTCCCG 
CCGGCATGCGCCGCAGGCACCGCTGCAGTTCCTGCGCCAGGCGCGCCGACGACGCGGTCCGGCTTCCGGGCAGCGCG 
CGAATCACCAGCCGGTCGGATGGTTCGAGTTCGCCGAGCAGGGCCCGGGCCACGTGACGCAGCCGGCGGGCCACGCG 
GTGTCGTTGCACCGCCGTCCCGACGGCCTTCCCGACGACCAGCCCGACCCGTGGGCCCGCGGATTCGTCGTCGGGTT 
CGGAGTCGCGCCGGAGGTGGACGACGATGTCGGGCTGCGCCATGCGGGTTCCGTGCTTCACCGTCGCGTCAAACTCG 
GTTGACCGCGTCATGCGGTTGCGTGCGGGAAGCAOCGCGAAAGACCTGACGTGCGATCAGGCAGAGAGCGCGCGGCG 

ACCCTTGCGGCGCCGACC 
Sequence origin: TIGR; 
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Staphylococcus aureus NCTC 8325 (117 aa) 

Amino acid sequence: 

MLLEKAYRIKKNADFQRIYKKGHSVAN^ 

LAKDI IVIARQPAKDMTTLQIQNSLEHVLKIAKVFNKKIK 

Nucleotide sequence (plus strand) : 

GT TATAAGC T CAATAGAAG T T TAAATATAGC T T CAAATAAAAACGATAAATAAGCGAGTGATGT TAT T GGAAAAAGC 
T T AC C GAAT TAAAAAGAAT GC AGAT T T T CAGAGAAT ATATAAAAAAGG T CAT T C T GTAGCCAACAGACAAT T T G T T G 
TATACACTTGTAATAAT7VAAGAAATAGACCATTTTCGCTTAGGTATTAGTGTTTCTAAAAAACTAGGTAATGCAGTG 
TTAAGAAACAAGATTAAAAGAGCAATACGTGAAAATTTCAAAGTACA 

T G TAATAGCAAGACAGC C AGC TAAAGATAT GAC G AC T T TACAAAT ACAGAAT AG T C T T GAGC ACG T AC T TAAAAT T G 
CCAAAGTTTT TAATAAAAAGAT TAAGTAAGGATAGGGTAGGGGAAGGAAAACAT TAACCACT CAACACATCCCGAAG 
TCTTACCTCAGA 

Sequence origin: University of Oklahoma ACGT; Contig 561 
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Staphylococcus aureus COL (117 aa) 
Amino acid sequence: 

MLLEKAYR I KKNAI)FQRI YKKGHS VANRQFVVYTCNNKE I DHFRLGI SVSKKLGNAVLRNKI KRAIRENFKVHKSH I 
LAKDI IVIARQPAKDMTTLQIQNSLEHVLKIAKVFNKKIK 
Nucleotide sequence (plus strand) : 

GT TATAAGC T CAATAGAAG T T TAAATATAGC T T CAAATAAAAAC GATAAAT AAGCGAG T GA5PGT TAT T GGAAAAAGC 
T TACCGAAT TAAAAAGAAT G CAGAT T TT CAGAGAAT AT AT AAAAAAGGT CAT T C T G T AGCCAACAGACAAT T T G T T G 
T AT ACAC T T GTAATAATAAAGAAAT AGAC CAT T T T C GCT TAGG TAT TAGT GT T TC TAAAAAAC T AGGTAAT GC AGT G 
T TAAGAAACAAGAT TAAAAGAGCAAT ACG T GAAAAT T TCAAAG T ACATAAGT C GCAT AT AT TGGCCAAAGAT AT TAT 
TGTAATAGCAAGACAGCCAGC TAAAGATATGAC GAC TTTACAAAT ACAGAAT AGTC T TGAGCACGTACT TAAAATTG 
CCAAAG T T T T T AAT AAAAAGATTAAG TAAGGAT AGGGT AGGGGAAGGAAAAC AT TAAC C AC T CAAC AC AT CC CGAAG 
TCTTACCTCAGA 
Sequence origin: TIGR; 
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